. GO analysis in genes surrounding Elig sequence. It was found 125 genes in an interval of 2.6Mb.
SeqName
Phytozome
K14427 -solute carrier family 12 (potassium/chloride transporter), member 4/5/6 (SLC12A4_5_6, KCC) (1 of 1) OS=Egrandis F:GO:0015377; C:GO:0016021; P:GO:1902476 F:cation:chloride symporter activity; C:integral component of membrane; P:chloride transmembrane transport IPR018491 (PFAM); PTHR11827 (PANTHER); PTHR11827:SF68 (PANTHER) F:GO:0005215; P:GO:0006811; C:GO:0016020 F:transporter activity; P:ion transport; C:membrane Eucgr.D00197 PF00651//PF03000 -BTB/POZ domain (BTB) // NPH3 family (NPH3) (1 of 16) OS=Egrandis P:GO:0016567 P:protein ubiquitination IPR027356 (PFAM); PTHR32370:SF12 (PANTHER); PTHR32370 (PANTHER); IPR027356 (PROSITE_PROFILES); IPR011333 (SUPERFAMILY) no GO terms no GO terms Eucgr. D00198 uncharacterized protein OS=Egrandis no IPS match no IPS match no IPS match Eucgr.D00200 KOG0156 -Cytochrome P450 CYP2 subfamily (1 of 230) OS=Egrandis F:GO:0004497; F:GO:0005506; C:GO:0016021; F:GO:0016705; F:GO:0020037; P:GO:0055114 F:monooxygenase activity; F:iron ion binding; C:integral component of membrane; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidation-reduction process IPR002401 (PRINTS); IPR001128 (PFAM); IPR036396 (G3DSA:1.10.630.GENE3D); PTHR24298:SF312 (PANTHER); PTHR24298 (PANTHER); IPR036396 (SUPERFAMILY) F:GO:0005506; F:GO:0016705; F:GO:0020037; P:GO:0055114 F:iron ion binding; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidationreduction process
Eucgr.D00201 KOG0156 -Cytochrome P450 CYP2 subfamily (1 of 230) OS=Egrandis F:GO:0004497; F:GO:0005506; C:GO:0016021; F:GO:0016705; F:GO:0020037; P:GO:0055114 F:monooxygenase activity; F:iron ion binding; C:integral component of membrane; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidation-reduction process IPR002401 (PRINTS); IPR001128 (PFAM); IPR036396 (G3DSA:1.10.630.GENE3D); PTHR24298 (PANTHER); PTHR24298:SF312 (PANTHER); cd12087 (CDD); IPR036396 (SUPERFAMILY) F:GO:0005506; F:GO:0016705; F:GO:0020037; P:GO:0055114 F:iron ion binding; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidationreduction process
Eucgr.D00203 KOG0156 -Cytochrome P450 CYP2 subfamily (1 of 230) OS=Egrandis F:GO:0004497; F:GO:0005506; C:GO:0016021; F:GO:0016705; F:GO:0020037; P:GO:0055114 F:monooxygenase activity; F:iron ion binding; C:integral component of membrane; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidation-reduction process IPR002401 (PRINTS); IPR001128 (PFAM); IPR036396 (G3DSA:1.10.630.GENE3D); PTHR24298 (PANTHER); PTHR24298:SF312 (PANTHER); IPR036396 (SUPERFAMILY) F:GO:0005506; F:GO:0016705; F:GO:0020037; P:GO:0055114 F:iron ion binding; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidationreduction process
Eucgr.D00205 KOG0156 -Cytochrome P450 CYP2 subfamily (1 of 230) OS=Egrandis F:GO:0004497; F:GO:0005506; C:GO:0016021; F:GO:0016705; F:GO:0020037; P:GO:0055114 F:monooxygenase activity; F:iron ion binding; C:integral component of membrane; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidation-reduction process IPR002401 (PRINTS); IPR001128 (PFAM); IPR036396 (G3DSA:1.10.630.GENE3D); PTHR24298 (PANTHER); PTHR24298:SF312 (PANTHER); IPR036396 (SUPERFAMILY) F:GO:0005506; F:GO:0016705; F:GO:0020037; P:GO:0055114 F:iron ion binding; F:oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen; F:heme binding; P:oxidationreduction process (PFAM); IPR011990 (G3DSA:1.25.40.GENE3D); IPR002885 (PFAM); IPR002885 (TIGRFAM); PTHR24015 (PANTHER); PTHR24015:SF656 (PANTHER); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); F:GO:0005515 F:protein binding Eucgr.D00223 PTHR24223:SF251 -ABC TRANSPORTER C FAMILY MEMBER 11-RELATED (1 of 15) OS=Egrandis F:GO:0003676; F:GO:0005524; F:GO:0008270; C:GO:0016021; F:GO:0042626; P:GO:0055085 F:nucleic acid binding; F:ATP binding; F:zinc ion binding; C:integral component of membrane; F:ATPase activity, coupled to transmembrane movement of substances; P:transmembrane transport EC:3.6.1.3; EC:3.6.1.15
Adenosinetriphosphatase; Nucleoside-triphosphate phosphatase IPR003439 (PFAM); G3DSA:3.40.50.300 (GENE3D); IPR036640 (G3DSA:1.20.1560.GENE3D); PTHR24223:SF251 (PANTHER); PTHR24223 (PANTHER); IPR011527 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY); IPR036640 (SUPERFAMILY) F:GO:0005524; C:GO:0016021; F:GO:0016887; F:GO:0042626; P:GO:0055085 F:ATP binding; C:integral component of membrane; F:ATPase activity; F:ATPase activity, coupled to transmembrane movement of substances; P:transmembrane transport Eucgr.D00224 PTHR24223:SF251 -ABC TRANSPORTER C FAMILY MEMBER 11-RELATED (1 of 15) OS=Egrandis F:GO:0005524; C:GO:0016021; F:GO:0042626; P:GO:0055085 F:ATP binding; C:integral component of membrane; F:ATPase activity, coupled to transmembrane movement of substances; P:transmembrane transport EC:3.6.1.3; EC:3.6.1.15
Adenosinetriphosphatase; Nucleoside-triphosphate phosphatase IPR036640 (G3DSA:1.20.1560.GENE3D); G3DSA:3.40.50.300 (GENE3D); IPR003439 (PFAM); PTHR24223 (PANTHER); PTHR24223:SF251 (PANTHER); IPR011527 (PROSITE_PROFILES); IPR027417 (SUPERFAMILY); IPR036640 (SUPERFAMILY) F:GO:0005524; C:GO:0016021; F:GO:0016887; F:GO:0042626; P:GO:0055085 Transferring phosphoruscontaining groups IPR003591 (SMART); IPR000719 (SMART); G3DSA:1.10.510.10 (GENE3D); IPR032675 (G3DSA:3.80.10.GENE3D); IPR000719 (PFAM); IPR032675 (G3DSA:3.80.10.GENE3D); IPR001611 (PFAM); PTHR43887:SF22 (PANTHER); PTHR43887 (PANTHER); IPR000719 (PROSITE_PROFILES); SSF52058 (SUPERFAMILY); IPR011009 (SUPERFAMILY); SSF52058 (SUPERFAMILY) F:GO:0004672; F:GO:0005515; F:GO:0005524; P:GO:0006468 PTHR12329//PTHR12329:SF17 -BCL2-ASSOCIATED ATHANOGENE // SUBFAMILY NOT NAMED (1 of 1) OS=Egrandis F:GO:0051087 F:chaperone binding IPR000626 (PFAM); G3DSA:3.10.20.90 (GENE3D); IPR036533 (G3DSA:1.20.58.GENE3D); mobidb-lite (MOBIDB_LITE); mobidb-lite (MOBIDB_LITE); mobidb-lite (MOBIDB_LITE); PTHR12329:SF17 (PANTHER); IPR039773 (PANTHER); PTHR12329:SF17 (PANTHER); IPR039773 (PANTHER); IPR000626 (PROSITE_PROFILES); IPR029071 (SUPERFAMILY) F:GO:0005515; F:GO:0051087 Eucgr.D00277 PF01535//PF13041 -PPR repeat (PPR) // PPR repeat family (PPR_2) (1 of 235) OS=Egrandis F:GO:0005515 F:protein binding IPR002885 (PFAM); IPR011990 (G3DSA:1.25.40.GENE3D); IPR002885 (TIGRFAM); IPR002885 (PFAM); IPR011990 (G3DSA:1.25.40.GENE3D); IPR002885 (PFAM); IPR011990 (G3DSA:1.25.40.GENE3D); PTHR24015:SF863 (PANTHER); PTHR24015 (PANTHER); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); IPR002885 (PROSITE_PROFILES); SSF81901 (SUPERFAMILY) F:GO:0005515 F:protein binding Eucgr.D00278 K10950 -ERO1-like protein alpha (ERO1L) (1 of 2) OS=Egrandis F:GO:0003756; C:GO:0005783; C:GO:0016021; F:GO:0016671; P:GO:0055114 F:protein disulfide isomerase activity; C:endoplasmic reticulum; C:integral component of membrane; F:oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor; P:oxidation-reduction process EC:5. 3.1.1, ahcY) (1 of 6) OS=Egrandis F:GO:0004013; P:GO:0006730; P:GO:0019510; F:GO:0051287 F:adenosylhomocysteinase activity; P:one-carbon metabolic process; P:S-adenosylhomocysteine catabolic process; F:NAD binding EC:3.3.1.1 Adenosylhomocysteinase IPR000043 (SMART); G3DSA:3.40.50.1480 (GENE3D); IPR000043 (PFAM); PTHR23420:SF12 (PANTHER); IPR000043 (PANTHER); SSF52283 (SUPERFAMILY) no GO terms no GO terms Eucgr.D00282
K03538 -ribonuclease P protein subunit POP4 (POP4, RPP29) (1 of 1) OS=Egrandis F:GO:0003723; F:GO:0004526; C:GO:0005730; P:GO:0008033; C:GO:0030677; P:GO:0090502 F:RNA binding; F:ribonuclease P activity; C:nucleolus; P:tRNA processing; C:ribonuclease P complex; P:RNA phosphodiester bond hydrolysis, endonucleolytic EC:3. 
